In the era of data explosion, the increasing frequency of published articles presents unorthodox challenges to fulfill specific curation requirements for bio-literature databases. Recognizing these demands, we designed a document triage system with automatic methods that can improve efficiency to retrieve the most relevant articles in curation workflows and reduce workloads for biocurators. Since the BioCreative VI (2017), we have implemented texting mining processing in our system in hopes of providing higher effectiveness for curating articles related to human kinase proteins. We tested several machine learning methods together with state-of-the-art concept extraction tools. For features, we extracted rich co-occurrence and linguistic information to model the curation process of human kinome articles by the neXtProt database. As shown in the official evaluation on the human kinome curation task in BioCreative VI, our system can effectively retrieve 5.2 and 6.5 kinase articles with the relevant disease (DIS) and biological process (BP) information, respectively, among the top 100 returned results. Comparing to neXtA5, our system demonstrates significant improvements in prioritizing kinome-related articles as follows: our system achieves 0.458 and 0.109 for the DIS axis whereas the neXtA5's best-reported mean average precision (MAP) and maximum precision observed are 0.41 and 0.04. Our system also outperforms the neXtA5 in retrieving BP axis with 0.195 for MAP and the neXtA5's reported value was 0.11. These results suggest that our system may be able to assist neXtProt biocurators in practice.
Introduction
Document triage typically refers to the process of scanning all query-related papers and finding relevant ones for further curation. For example, in the development of biological databases such as BioGRID and UniProtKB, human curators typically first examine the results of their PubMed searches and select curatable articles based on the specific task. Given the ever-growing biomedical literature and high cost of manual curation, there is an increasing need of leveraging automatic text-mining methods to identify and prioritize the documents for manual curation. For this purpose, Critical Assessment of Information Extraction Systems in Biology (BioCreative) has recently organized several document triage challenge tasks for protein-protein interaction and Comparative Toxicogenomics Database (CTD) curation (1, 2) . These efforts have resulted in several successful integration and deployment of text mining systems into production curation pipelines such as the use of PubTator and eGenPub in the UniProt protein curation (3, 4) .
The ability to annotate various bioconcepts in a manually curated literature database, such as the CTD, grows to be an urgent need for retrieving entities with the highest relevance. Given the complex nature of named entities, a relevance ranking strategy for articles containing target bioconcepts to any given queries takes crucial role in building efficient search engines. Many projects in the field had adopted different tools and methods to enhance the processing of biomedical text mining. To name a few of the leading research efforts, Kim et al. (5) used a machine learning (ML) approach to triage CTD-relevant articles based on their prior system for the protein-protein interaction article classification task in BioCreative III. Another document triage task in BioCreative VI is the precision medicine track that aims to identify relevant PubMed citations describing mutations affecting protein-protein interactions. Fergadis et al. (6) proposed a bidirectional recurrent neural network, equipped with an attention mechanism and reusable sequence/document encoder architecture. The proposed system retrieves the most important elements in a sequence (6) . The neXtA5 is a curation service and interface that employs different ontologies and embeds into a curation platform (7) . The system assists Swiss Institute of Bioinformatics (SIB) curators to curate a given protein and axis by prioritizing relevant articles. By using various ontologies, the neXtA5 provides a better ranking of MEDLINE articles for building an advanced search engine.
Over the years, the BioCreative community has organized several tasks, aiming to bridge the gap between human curators and text-mining groups. In 2012, by examining the curation workflow of multiple databases, three important and common curation stages were identified: source collection, document triage and full curation (8) . In 2017, the BioCreative VI human kinome curation track was designed specifically for providing a private data set annotated by the neXtProt team to assist both triage and annotation tasks (9) . The challenge was formulated as a literature triage task that requires systems to classify and retrieve relevant articles for mentioning kinome-related biological processes (BPs) or diseases (DISs). For instance, there is a relationship between 'Serum/glucocorticoidregulated kinase 1 (SGK1)' and 'myeloma' in Figure 1 that would be noted as <SGK1, myeloma, 21478911> relation in the task. The task organizers provided the task data based on the results of neXtProt biocurators' routine curation processes. The human kinome curation track includes three subtasks: (i) abstract triage, (ii) full text triage and (iii) snippet selection. The task organizers (which included the neXtProt team) provided an as yet unpublished data set for the task (10) .
In this work, we propose an ML approach to identify articles that describe a specific kinase and its relation to DISs or BPs in the abstract. We designed informative features to specifically capture such relationships. For instance, we compute the entity frequency and position between the kinase and related DIS/BP. Additional features are computed to further analyze the semantic relatedness of different bioconcepts. For instance, the parsing tree path can reveal a mechanism linking various bioconcepts. Finally, we designed three features to model the processes of human curation: using frequency and location features to detect the co-occurrence relation between bioconcepts and using natural language processing (NLP) features to capture the semantic information surrounding bioconcepts. Based on our evaluation, we find that our system can effectively reduce the workloads of biocurators and improve productivity.
Methods

Data preprocessing
BioCreative VI organizers provided two training data sets for a total of 100 proteins, including 1615 and 1844 pairs (<kinase, PMID>) and its associated axis, which can either be a BP or DIS. However, the data sets do not include which specific BP or DS associated with the annotated kinase. In this study, we combined the two sets (1615 + 1844 = 3459) and generated triples <kinase, axis, PMID>. First, we used our named entity recognizer (NER) taggers (11, 12) to recognize all kinase, DIS and BP mentions. We filtered out the articles without kinase mentions and narrowed down our results to 2775 triples. In order to evaluate our method, we kept 225 triples as a development set, leaving 2550 triples for training (Table 1) . We also selected articles for 100 target proteins from 5.3 million citations, therefore creating 894 312 triples. Since there are no negative training instances provided, we generated pseudo-negatives by using the following process: first, we used a support vector machine (SVM) one-class classifier to train on the 2550 triples and tested on the 894 312 triples and then selected the lowest 2500 scores as our negative training instances (13) . Note that we now have a positive set (2550 triples) and a negative set (2500 triples).
System architecture
Our system consists of three main components: NER, feature extractor and ML classifiers. For the NER component, we annotated kinase, DIS and BP names in ML-based and dictionary approaches. After the NER component performs the document annotation, the feature extractor component would generate the following features for bioconcept entities: frequency, location and NLP features to prioritize the documents by their relevance. The ML classifiers then trained Elastic-Net Regularized Generalized Linear Models (Glmnet), SVM and Convolutional Neural Network (CNN) models to distinguish between relevant and irreverent articles. We then trained our models using different ML classifiers described in the methods section on both the 2550 positive set and 2500 negative set. After the models were built, we used the 225 triples in the development set to evaluate the ranking scores of each classifier. Figure 2 shows the overall workflow of our proposed document classification system for human kinome curation using ML.
ML classifiers
Our submission to the abstract triage task utilizes several ML methods including Glmnet (14) , SVM (15) and CNN (16) . The input data for the ML-based models include only the title, abstract and bioconcept annotations of the taggers. Additionally, our methods did not distinguish between the data for DIS and BP mentions. The texts of the two types were trained together by using the same features.
Glmnet
The features of large data sets suffer from the curse of dimensionality, and they usually generate large sparse data matrices. To reduce high-dimensional features, Glmnet is a widely used algorithm for fitting various probability distributions in statistical computing and ML. When analyzing high-dimensional data, Glmnet uses the lasso or the elastic net to interpret and fetch important features with efficient computation. Therefore, Glmnet increases in stability and makes predictions with a path of penalty parameters.
SVM
An SVM is a robust ML algorithm for classification analysis. It has been applied to many classification problems related to supervised learning with multidimensional data. After the SVM classifier is built, the model can correctly determine the hyperplane that separates the data into different classes. We also tested one-class classification, and this model aims to find the support vectors of the oneclass training set and allows for outlier/novelty detection (17) . The goal is to distinguish new data as either similar or different from the normal training set. Binary classification: the original SVM is designed for determining the optimal separating hyperplane between the two groups. In practice, the SVM projects samples on a higher dimensional space to approach the optimal hyperplane with less empirical classification errors.
CNN
A CNN is derived from deep artificial neural networks that consist of receptive fields, local connectivity and shared weights (16) . The CNN has been well known for its excellent performance on image recognition. We then designed and aligned the CNN with different parameters including an input layer, convolution layer, pooling layer, fully connected layer and output layer. We carefully followed the system framework established by Kim to build the CNN model (18) . In our model, each word in a sentence is represented by concatenating embeddings of its words, named entities, frequency, location, dependencies relatively to the kinase and related DIS/BP. We then applied a pre-trained model using two domain-related collections (PubMed abstracts and PMC articles) with domain-independent Wikipedia articles (19) . Note that we use the following parameters for our CNN model: categorical cross-entropy; filter window sizes of 3, 4 and 5 with 300 feature maps; embedding dimensionality of 200; dropout rate of 0.5; and mini-batch size of 50.
Features
As mentioned, we focus on three feature types concerning the processes of biocuration: using frequency and location features to detect the co-occurrence relation among bioconcepts and NLP features to capture the semantic information surrounding bioconcepts. The categorized features are shown in Table 2 : (i) frequency features (features 1-2), we calculated the number of kinase and axis mentions in each abstract; (ii) location features (features 3-7), the location of kinase and axis is detected; and (iii) NLP features (features 8-11), a list of related keywords shown in Table 3 . Each group includes manually generated keywords of the genetic DIS field. Furthermore, we applied tmVar (20, 21) to recognize mutation mentions in the text as an additional variation keyword group. The bag-of-words feature includes the lemma form of words around kinase, DIS and 
Result
Before submitting official runs, we used the following evaluation metrics to assess each of our classifiers: mean average precision (MAP) is the mean of the precision scores for various queries, and it evaluates the retrieval results that represent the average of the precisions (denoted as AP) for the set of queries. Using the MAP calculations, an article was ranked as curatable if it associated with kinome-related information. In an information retrieval system, precision (P) is the fraction of retrieved documents that are relevant to the query: When we consider only the top k documents returned, the precision value can be evaluated at fixed levels of retrieved results, known as P@K. AP is the average of precision values after relevant documents are retrieved. A precision score of zero would be designated to those where relevant documents are not retrieved. AP can be defined as the following equation:
where i is the rank, rel () is an indicator function on the relevance of a given rank, and P@i is the precision at a top i documents. Note that the value of rel(i) equals to 1 when the item at rank i is a relevant document; otherwise, the value would be 0. We first calculated the sum of AP for individual query q. MAP score is the mean of APs on the set of queries Q. MAP is defined as follows:
We also defined an estimated score (Escore; see below) for measuring the ranking result of a triple (t) including a kinase, an axis and a PMID. We trained the model with the training set (positives: 2550 triples and negatives: 2500 triples), and then we added the development set (225 triples) to all the triples derived from the 100 target proteins. Note that γ t is the rank of a triple after we combined the triples of the training and development set (|D t |). We then summarized the score γ t |D t | of all 225 triples where | t D | represents the total number of triples in the development set. For example, if we assume there are 10 PMIDs mentioned for a target kinase and the rank of one specific PMID is the top one among all 10 PMIDs, then γ t |D t | is 0.1. Therefore, the lower Escore t represents a better performance.
For official results, the organizers used the following evaluation metrics. P10 is the precision at rank 10: it is calculated using the number of documents that are relevant among the top 10 documents returned by a system. If a system returns 10 documents and only 5 documents are relevant, the P10 is 0.5. Similarly, P30 and P100 are the precision at rank 30 and 100, respectively. R30 is the recall at rank 30: it is calculated using the number of relevant documents retrieved in the top 30 documents returned by a system. For instance, let us say for each query, there are only 20 relevant documents. If a system returns five of these relevant documents in its top 30 results, then the R30 score is 0.25. Similarly, R100 is the recall at rank 100. P at R0 is the maximum precision observed at all ranks. That is, the recall with the highest precision is R0. R-Prec is the precision observed at rank r, where r is the number of relevant documents in the collection. If a given query contains 20 relevant documents, R-Prec is the precision at rank 20.
As shown in Table 4 , we trained different models with features described in Table 2 . For the Glmnet classifier, both BP and DIS triples are included in the training set. An SVM (binary) is the model in which we applied both positives and negatives as a binary classifier, while an SVM (one class) uses only the positives to train a one-class classifier. For the CNN classifiers, we constructed multiple hidden layers between the input and output layers and modeled complex nonlinear relationships. The evaluations of different methods on training sets (including DIS and BP sets) are reported in Table 5 . Overall, the performance of the Glmnet classifiers is superior compared to the other two classifiers. After reviewing and optimizing the parameters in the training set, we then used the following methods and features in Table 4 as our 10 submitted runs.
Tables 6 and 7 demonstrate the official results of our submitted runs (provided by the task organizers). Note that KinDER is the other participating team (23) and neXtA5 (7) Table 5 . Evaluation of training set. We adopted the aforementioned development set to assess the outcomes after applying the training set to eight separate models is the benchmark system. In addition to the eight models in Table 5 , we built two new models using the entire 2775 training pairs with Glmnet (#9) and CNN (#10). Both tables show that Glmnet classifiers have higher performance in MAP than that of SVM and CNN classifiers, which is consistent with our observation in the training and development phases. When considering our own Escore metrics, Glmnet classifiers are also consistent with the best performance compared to all classifiers.
Discussion and conclusion
We applied various statistical and linguistic features to prioritize the abstracts with relationships between target kinase and DIS/BP mentions. However, this task is, by nature, very challenging. First, there are no gold-standard 'non-curatable' or negative documents provided in the training set. Without such negative data, most classification methods have difficulty identifying truly curatable articles. Second, the relationships between DIS/BP mentions and the target kinases are not clearly curated in the training set. For example, one abstract may have multiple DIS/BP mentions. Therefore, it is difficult to find the correct triples for feature extraction in our method. Third, the low-recognition rate of GNormPlus missed ∼20-40% of the kinases (60% of the missed kinases are not in the abstracts). Finally, according to the official results, our best performance reached a P100 = 0.052, R100 = 0.327 in kinases/DIS and P100 = 0.065, R100 = 0.563 in kinases/BPs that compares favorably to the other participating team. This also means that for each target kinase, the average numbers of curatable articles are 15.90 and 11.55, respectively, that are extremely low concerning the millions of articles in PubMed. Thus, we suspect that human curators may only include articles with strong evidence within the experimental results section. Therefore, those negative articles discarded by human curators cannot be filtered by our methods as they currently use only information from titles and abstracts. For these reasons, this task is much more difficult than many other traditional document classification tasks.
In summary, we used several ML methods with frequency, location and NLP features for the neXtProt triage task that aims to specifically retrieve PubMed articles with biomedical relations among kinases, DIS and BPs. The average number of curatable articles in the testing set is low (15.90 of target kinases/DISs articles and 11.55 of target kinases/BPs articles). Thus, the biocurators using our system can retrieve 32.7% (5.2 articles) and 56.3% (6.5 articles) of curatable articles among all PubMed articles after reviewing only 100 articles returned by our system. Therefore, we believe our system can effectively accelerate the manual curation efforts. In future work, we plan to examine the triage task based on full texts as well as investigate a robust ML approach that is capable of using curatable labeled data only.
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